Hepatitis C virus (HCV) is the major causative agent of post transfusion non-A, non-B hepatitis throughout the world. We isolated and sequenced eDNA clones of the HCV genome from RNA extracted from healthy Japanese HCV carrier plasma samples by reverse polymerase chain reaction (rPCR) methods ( 1, 2). Primers were designed from the nucleotide sequence of HCV derived from an experimentally transmitted chimpanzee (3, 4). Here we report the complete nucleotide and amino acid sequences of the structural gene ofHCV (Figure 1) . Clones from three different but overlapping regions were isolated after rPCR. From each region, three clones were independently isolated and sequenced at both strands in order to deduce the consensus nucleotide sequence. We consider nucleotide (nt) 1 to ca. nt 570 as a coding gene for the nucleocapsid (core) protein because of (i) high nucleotide (90.5%) and amino acid (97.4%) sequence identity to those of the original HCV isolate (4), (ii) lack of Nglycosylation signal, (iii) existence of a highly hydrophobic domain particularly at its C-terminus, and (iv) detection of a 22-kilodalton protein expressed in mammalian cells by introducing this eDNA sequence under the control of a foreign promoter (5). The region from ca. nt 570 to ca. nt 1140 was considered to be the putative envelope gene. The deduced amino acid sequence was mostly hydrophobic and had 6 possible N- * To whom correspondence should be addressed DDBJ accession no. 00057 4 glycosylation sites. The amino acid sequence homology to the equivalent region of the original isolate (4) was only 75.3%. The 5' non-coding region was also well conserved between the two isolates.
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